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Note that in the following programs, the total concentration of binding sites, denoted B 0 in the main text, is now denoted D0.
GeneralAlgorithm.m function [conc,x,f,P,r] 
Analysis of the ITC data:
The total concentrations in TotData are calculated from the concentration of injectant stock solution, volume added (2 μL) and the initial content of the cell and its volume (206 μL). For each injection, the injectant is assumed to displace 2 μL of the content in the cell before mixing. Inj is the concentration resulting from one 2 μL addition of injectant into a cell filled with buffer, and used to normalize the species concentrations calculated to the ITC-data in the first column. All concentrations are given in μM. See further comments in the program 'ITCalgorithm' above. 
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